;:l OO S B a .„, 10 4 ;DSS 7^6 



1/34 



Figure 1 



>sp|P47901|V1BR_HUMAN VASOPRESSIN VI B RECEPTOR (AVPR VI B) (VASOPRESSIN V3 
RECEPTOR) (AVPR V3) (ANTIDIURETIC HORMONE RECEPTOR 1B). 
Length = 424 

Score = 316 (111.2 bits), Expect = 3.7e-41, Sum P(2) = 3.7e-41 
Identities = 70/194 (36%), Positives = 115/194 (59%) 

Query: 56 LWVLFVFTIVGNSVVLFSTWRR-KKKSRMTFFVTQLAITDSFTGLVNILTDINWRFTGDF 114 

L + V GN VL + + +K+SRM FV LA+TD L +L + W T F 
Sbjct: 41 LATVLVLATGGNLAVLLTLGQLGRKRSRMHLFVLHLALTDLAVALFQVLPQLLWDITYRF 100 

Query: 115 TAPDLVCRWRYLQVVLLYASTYVLVSLSIDRYHAIVYPMKFLQGEKQARVLIVIA-WSL 173 

PDL+CR V+YLQV+ ++ASTY+L+++++DRY A+ +P++ LQ Q+ L++ AWL 
Sbjct: 101 QGPDL LCR AVKYLQVLSMFASTYMLLAMTLDRYLAVCHPLRSLQQPGQSTYL L I AAPWL L 160 

Query: 174 SFLFSIPTLIIFGKRTL — SNGEVQCWALWPDDSY-WTP — YMTIVAFLVYFIPLTIISI 228 

+ +FS+P + IF R + +G + CWA D + W P Y+T ++ +P+T+++ 
Sbjct: 161 AAIFSLPQVFIFSLREVIQGSGVLDCWA — DFGFPWGPRAYLTWTTL AI FVLPVTMLTA 217 

Query: 229 MYGIVIRTIW-IKSKT 243 

Y ++ I +K KT 
Sbjct: 218 C YSL I CHE I CKNLKVKT 234 

Score = 131 (46.1 bits), Expect = 3.7e-41, Sum P(2) = 3.7e-41 
Identities = 33/80 (41%), Positives = 47/80 (58%) 

Query: 258 SSYNRGLISKAKIKAIKYSIIIILAFICCWSPYF LFOI LDNFNLLPDTQERFYASVI 314 

SS N IS+AKI+ +K + +I+LA+I CW+P+F ++ + D N PD A I 

Sbjct: 267 SSINT — ISRAKIRTVKMTFVIVLAYIACWAPFFSVQMWSVWDK-NA-POEDSTNVAFTI 322 

Query: 315 IQNLPALNSAINPLIYCVFSSSI 337 

L LNS NP IY F+S + 
Sbjct: 323 SMLLGNLNSCCNPWIYMGFNSHL 345 
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Figure 2 



>sp|P31388|5H6_RAT 5-HYDROXYTRYPTAMINE 6 RECEPTOR (5-HT-6) (SEROTONIN RECEPTOR) 
(ST-B17). 
Length = 436 

Score = 224 (78.9 bits), Expect = 6.7e-17, P = 6.7e-17 
Identities = 84/309 (27%), Positives = 144/309 (46%) 



Query: 3 P6EA — LLAGLLVMVLAVALLSNALVLLCCAYSAELRTRASGVLLVNLSLGHLLLAALDM 60 

PG + + A L V+++ A ++ L++L C A LR S LV+L L++ + M 
Sbjct: 23 PGGSGWVAAALCWIVLTAAANSLLIVLICTQPA-LRN-TSNFFLVSLFTSDLMVGLWM 80 

Query: 61 PFTLLGVMRGRTPSAPGACQVIGFLDTFLASNAALSVAALSADQWLAVGFPLRYAGRLR- 119 

P +L + GR A G C + D S + L++ +S D++L + PLRY R+ 
Sbjct: 81 PPAMLNALYGRWVLARGLCLLWTAFDVMCCSASILNLCLISLDRYLLILSPLRYKLRMTA 140 

Query: 120 PRYAGLLLGCAWGQSLAFSGAALGCSWLGYSSAFASCSLRLPPEPERPRFAA — FTATL 176 

PR L+LG AW SLA AL SH + P P + R A F 

Sbjct: 141 PRALALILG-AW — SLA ALA-SFLPLLLGWHELGKARTPAPGQCRLLASLPFVLVA 192 

Query: 177 HAVGFVLPLAVLCLTSLQVHRVARRHCQRMDTVT MKALALLADLHPSVR 225 

V F LP +C T ++ AR+ ++ ++T ++ L + P + 

Sbjct: 193 SGVTFFLPSGAICFTYCRILLAARKQAVQVASLTTGTAGQALETLQVPRTPRP6MESA0S 252 

Query: 226 ORCLIQQKRRRHRATRKIGIAIATFLICFAPYVMTRLAELVPFVTVNAQWGILSKCLTYS 285 

+R + R+ +A+ -K5I + F + + P+ + +A+ V + +L+ L Y 

Sbjct: 253 RRLATKHSRKALKASLTLGILLGMFFVTWLPFFVANIAQAVCDCISPGLFDVLT-WLGYC 311 



Query: 286 KAVADPFTYSLLRRPFRQVL 305 

+ +P Y L R F++ L 
Sbjct: 312 NSTMNPI I YPLFMRDFKRAL 331 
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Figure 3 



>sp|P56479|GALR_M0USE GAL AN IN RECEPTOR TYPE 1 (GAL1-R) (GALR1). 
Length = 348 

Score = 269 (94.7 bits), Expect = 7.9e-24, P = 7.9e-24 
Identities = 82/289 (28%), Positives = 136/289 (47%) 

Query: 49 VGFVGNLCVIGILLHNAWKGKP-SMIHSLILNLSLADLSLLLFSAPIRATAYSKSVWDLG 107 

-K3 +GN VI +L + GKP S + ILNLS+ADL+ LLF P +AT Y+ W LG 
Sbjct: 46 ^VLGNSLVITVLARSK-PGKPRSTTNLFILNLSIADLAYLLFCIPFQATVYALPTWVLG 104 

Query: 108 WFVCKSSOWFIHTCMAAKSLTI VVVA — KVCFMYASDPAKQVS I HNYTIWSVLVAIWTVA 165 

F+CK +F M T+++++S + ++ + VIW++ 
Sbjct: 105 AFICKFIHYFFTVSMLVSIRLAAMSVDRYVAIVHSRRSSSLRVSRNALLGVGF-IWALS 163 

Query: 166 SLLPLPEWFFSTIRHHEGVE-MCLVDVPAVAEEFMSMFGKLYPL — LAFG — LPLFFASF 220 

+ P++H+ + C P +KY+ FGLPL F 

Sbjct: 164 IAMASPVAYHQRLFHRDSNQTFCWEQWPN KLHKKAYVVCTFVFGYLLPLLLICF 217 

Query: 221 YFWRAYDQ^KKRGTKTQNLRNQIRSKQVTVMLLSIAIISAVLWLPEWVAWLWVWHLKAAG 280 

+ + + K+ K + +++ K+ +L + ++ + WLP V LW A 
Sbjct: 218 CYAKVLNHLHKK-LKNMSKKSEASKKKTAQTVLWVVVFGISWLPHHVVHLWAEF — GAF 274 

Query: 281 PAPPQGF I — ALSQVLMFS I SSANPL I FLVMSEEFREGLKGVWKWMITKKPPTVSESQE 337 

P P F + L +S SS NP+I+ +SE FR+ K V+K + + P SE++E 
Sbjct: 275 PLTPAS FFFR I TAHC L A YSNSSVNP I IYAFLSENFRKAYKQVFKCHVCPESPR-SETKE 332 
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Figure 4 



>sp:NY2R_B0VIN~NEUR0PEPTIDE Y RECEPTOR TYPE 2 (NPY2-R). 
Length = 384 

Score = 153 bits (383), Expect = 5e-37 

Identities = 93/30B (30%), Positives = 164/308 (53%), Gaps = 7/308 (2%) 

Query: 47 DEDEDVTNSRTFFAAKIVIGMALVGIMLVCGIGNFIFIAALVRYKKLRNLTNLLIANLAI 106 

D + ++ +S ++V+ +A I+L+ IGN + I ++++K +R +TN IANLA+ 

Sbjct: 38 DSEPELIDSTRLIEVQVVLILAYCSIILLGVIGNSLVIHVVIKFKSMRTVTNFFIANLAV 97 

Query: 107 SDFLVAIVCCPFEMDYYWRQLSWEHGHVLCTSVNYLRTVSLYVSTNALLAIAIORYLAI 166 

+D LV +C PF + Y ++ + W+ G VLC V Y + +++ VST L IA+DR+ I 
Sbjct: 98 AOLLVNTLCLPFTLTYTLMGE — WKMGPVLCHLVPYAQGLAVQVSTITLTVIALDRHRCI 155 

Query: 167 VHPL RPRMKCQTATGL I AL VWTVSI L I A IPSAYFTTETVL VI VKSQEKI FCGGI WPVDQQ 226 

V+ L ++ Q + +1 L W VS L+A P A F +++ 1+ E + C + WP +++ 
Sbjct: 156 VYHLESKISKQISFLIIGLAWGVSALLASPLAIFREYSLIEIIPDFEIVACTEKWPGEEK 215 

Query: 227 -LYYKSYFLFIFGIEFVGPVVTMTLCYARISRELWFKAVPGFQTEQIRKRLRCRRKTVLV 285 

+Y Y L I +V P+ ++ Y RI +L PG + +R R+KT + 
Sbjct: 216 GIYGTIYSLSSLLILYVLPLGIISFSYTRIWSKLKNHVSPGAAHDHYHQR RQKTTKM 272 

Query: 286 LMCILTAYVLCWAPFYGFTIVRDFFPTVFVKEKHYLTAFYIVECIAMSNSMINTLCFVTV 345 

L+C++ + + WP + F+D V+KY F + IAM++NL+ + 
Sbjct: 273 LVCVVWFAVSWLPLHAFQLAVDIDSHV-LDLKEYKLIFTVFHIIAMCSTFANPLLYGWM 331 

Query: 346 KNDTVKYF 353 
++ K F 

Sbjct: 332 NSNYRKAF 339 
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Figure 5 



>sp|P97926|0XYR_M0USE OXYTOCIN RECEPTOR (OT-R). 
Length = 388 

Score = 164 (57.7 bits), Expect = 8.9e-22, Sum P(2) = 8.9e-22 
Identities = 57/166 (34%), Positives = 84/166 (50%) 

Query: 24 WGLNLTLGQGAP ASGPPSR RVRLVFLGVI LVVAVAGNTTVLCRLCGGG 71 

W + L LG G P +GPP R RV ♦ L +IL +A++GN VL L 
Sbjct: 9 WSIELDLGSGVPPGAEGNLTAGPPRRNEALARVEVAVLCLILFLALSGNACVLLAL 64 

Query: 72 GPWAGPKRRKMDFLLVQLALADLYACGGTALSQLAWELLGEPRAATGDLACRFLQLLQAS 131 

K ++ F + L++ADL L QL W-H- R DL CR ++ LQ 

Sbjct: 65 -RTTRHKHSRLFFFMKHLSIADLVVAVFQVLPQLLWDITF — RFYGPDLLCRLVKYLQW 121 

Query: 132 GRGASAHLWLIALERRRAVRLPHGRPLPARA — LAALG-WLLALLLALPPAFV 182 

G AS +L++L++L+R A+ P R L R LA L WL L+ ++P + 
Sbjct: 122 GMFASTYLLLLMSLDRCLAICQPL-RSLRRRTDRLAVLATWLGCLVASVPQVHI 174 

Score = 155 (54.6 bits), Expect = 8.9e-22, Sum P(2) = 8.9e-22 
Identities = 49/161 (30%), Positives = 85/161 (52%) 



Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 



217 CHG I FAP LP RWHLQVYA FYEAVAGF VAP VTVLG V ACGHL LS — VWW — RH RPQAPAAAAP 272 

C +F + W + Y + +A ++ PV VL AC L+S +W R + A AAAA 
187 CWAVF — IQPWGPKAYVTWITLAVYIVPVIVLA-ACYGLISFKIWQNLRLKTAAAAAAAE 243 

273 WSASPG RAPAPSALPRAKVQSLKMSLLLALLFVGCELPYFAARLAAAWS-SG 323 

S + G R + + +AK++++KM+ ++ L F+ C P+F ++ + W + 

244 GSDAAGGAGRAALARVSSVKLISKAKIRTVKMTFIIVLAFIVCtfTPFFFVQMWSVWDVNA 303 

324 PAGOWEGEGLSAALRVVAMANSALNPFVYLFFQAGDCRLRRQLRKRLGSLCCA 376 

P E A+ ++A NS NP++Y+ F L +L +R LCC+ 

304 PK EASAFI IAM-LLASLNSCCNPWIYMLFTG HLFHELVQRF — LCCS 347 
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Figure 6 



>sp|Q91178|GPRX_0RYLA PROBABLE G PROTEIN-COUPLED RECEPTOR (FRAGMENT). 
Length = 428 

Score = 823 (289.7 bits), Expect = 9.8e-83, P = 9.8e-83 
Identities = 182/422 (43%), Positives = 266/422 (63%) 

Query: 2 ESSPIPQSSGNSSTLGRVPQTPGPSTASGVPEVGL RDVASESVALFFMLLLDLTAV 57 

++SP+ S + S P P+ P+VG+ + + LF M+ L+L A+ 

Sbjct: 5 KTSPMITSOHSISNFSTGLFGPHPTVP — PDVGVVTSSQSQMKOLFGL FCMVTLNL I AL 61 

Query: 58 AGNAAVMAVIAKTPALRKFVFVFHLCLVDLLAALTLMPLAMLSSSALFDHALFGEVACRL 117 

N VM IA+ P L+KF FV HLC VD+L A+ LMPL ++SSS F +F + C++ 
Sbjct: 62 LANTGVMVAIARAPHLKKFAFVCHLCAVDVLCAILLMPLGIISSSPFFGTVVFTILECQV 121 

Query: 118 YLFLSVCFVSLAILSVSAINVERYYYVVHPMRYEVRMTLGLVASVLVGVWVKALAMASVP 177 

Y+FL+V + L+I L+++AI +VERY+Y+VHPMRYEV+MT+ LV V++ +W K+L +A V 
Sbjct: 122 YIFLNVFLIWLSILTITAISVERYFYIVHPMRYEVKMTINLVIGVMLLIWFKSLLLALVT 181 

Query: 178 VLGRVSWEEGAPSVPPGCSLQWSHSAYCQLFVVVFAVLYFLLPLLLILVVYCSMFRVARV 237 

+ G + + CSL SHS +F V+F V+ FL P+++I VY ++++VAR 

Sbjct: 182 LFGWPPYGHQSSIAASHCSLHASHSRLRGVFAVLFCVICFLAPVWIFSVYSAVYKVARS 241 

Query: 238 AAMQHGP-LPTWME-TP-RQRSESLSSRSTMVTSSGAPQT-TPHRTFGGGKAAVVLLAVG 293 

AA+Q P +PTW + +P + RS+S++S++T++T+ PQ +P R F GGKAA+ L + 
Sbjct: 242 AALQQVPAVPTWADASPAKDRSDSINSQTTIITTRTLPQRLSPERAFSGGKAALTLAFIV 301 

Query: 294 GQFLLCWLPYFSFHLYVALSAQPISTGQVESVVTWIGYFCFTSNPFFYGCLNRQIRGELS 353 

GQFL+CWLP+F FHL ++L+ S G +E V W+ Y F NP FYG LNRQIR EL 
Sbjct: 302 GQFLVCWLPFFI FHLQMSLTGSMKSPGDLEEAVNWLAYSSFAVNPSFYGLLNRQI RDELV 361 

Query: 354 K-QFVCFFKPAPEEELRLPSREGSIEENFLQFLQGTGCPSESWVSRPLPSPKQ-EPPAVD 411 

K + C +P E+ S EGS +ENFLQF+Q T SE+ S +P+ E A 
Sbjct: 362 KFRRCCVTQPV EIGPSSLEGSFQENFLQFIQRTSSSSETHPSFANSNPRNMENQA — 416 

Query: 412 FRIPGQIAEE 421 
+IPGQI EE 

Sbjct: 417 HKIPGQIPEE 426 
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Figure 7 



>sp(P23749|RTA_RAT PROBABLE G PROTEIN-COUPLED RECEPTOR RTA. 
Length = 343 

Score =461 (162.3 bits), Expect = 2.3e-44, P = 2.3e-44 
Identities = 121/323 (37%), Positives = 178/323 (55%) 

Query: 2 NQTLNSSGTVESALNYSRGS-TVHT-AYL VLSSLAMFTCLCGMAGNSMVIWLLGFR 55 

NQ G E+ YSRG T+ A L V + + + CLCG+ GN +V+W GF 
Sbjct: 13 NQNKMCPGMSEALELYSRGFLTIEQIATLPPPAVTNYIFLLLCLCGLVGNGLVLWFFGFS 72 

Query: 56 MHRNPFCIYILNLAAADLLFLFSMASTLSLETQPLVNT-TDKVHELMKRLMYFAYTVGLS 114 

+ R PF IY L+LA+AD ++LFS A L ++DV+ + + +G+S 
Sbjct: 73 IKRTPFSIYFLHLASADGIYLFSKAVIALLNMGTFLGSFPDYVRRVSRIVGLCTFFAGVS 132 

Query: 115 LLTAISTQRCLSVLFPIWFKCHRPRHLSAWVCGLLWTLCLLMNGLTSSFCSKFL — KFNE 172 

LL AIS +RC+SV+FP+W+ RP+ LSA VC LLW L L+ + 4 FC FL + + 
Sbjct: 133 L LP AI S I ERCVSV I FPMWYWRRRPKRL SAGVCAL LWLLSFL VTS IHNYFCM-FLGHEASG 191 

Query: 173 DRCFRVDMVQAALIMGVLTPVWTLSSLTLFVWVRRSSQQWRRQPTRLFWVLASVLVFLI 232 

C +D+ L+ + P+M L L L + V +++ R++ +L VVLA V VFL+ 
Sbjct: 192 TACLNMDISLGILLFFLFCPLMVLPCLALILHVECRARR-RQRSAKLNHVVLAIVSVFLV 250 

Query: 233 CSLPLSIYWFVLYWL-SLPPEMQVLCFSLSRLSSSVSSSANPVIYFLVGSRRSHRLPTRS 291 

S+ L I WF L+W+ +P ++ L ++SSA P++YFL G +S RL 

Sbjct: 251 SSIYLGIDWF-LFWVFQIPAPFPEY VTOLCICINSSAKPIVYFLAGROKSQRL-WEP 305 



Query: 
Sbjct: 



292 LGTVLQQALRE — EPELEGGETPTVGTNEM 319 

L V QfALR+ EP TP T EM 

306 L R VV FQR AL RDGAEPGDAASSTPNTVTMEM 335 
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Figure 8 



>sp|Q98907iP2Y3_CHICK P2Y PURINOCEPTOR 3 (P2Y3) (NUCLEOSIDE DIPHOSPHATE 
RECEPTOR). 
Length = 328 

Score = 452 (159.1 bits), Expect = 2.0e-43, P = 2.0e-43 
Identities = 85/185 (4590, Positives = 116/185 (62%) 



Query: 15 CQFSEKYKQVYLSLAYSI I FI LGLPLNGTVLWHFWGQTKRWSCATTYLVNLMVADLLYVL 74 

C F E++KQV L L YS++F+LGLPLN V+ W K + T Y++NL +ADLLYV 

Sbjct: 13 CTFHEEFKQVLLPLVYSVVFLLGLPLNAWIGQIWLARKALTRTTIYMLNLAMADLLYVC 72 

Query: 75 -LPFLIITYSLDDRWPFGELLCKLVHFLFYINLYGSILLLTCISVHQFLGVCHPLCSLPY 133 

LP LI Y+ D WPFG+ CK V F FY NL+GSIL LTCISV +++G+CHPL S 

Sbjct: 73 SLPLLIYNYTQKDYWPFGDFTCKFVRFQFYTNLHGSILFLTCISVQRYMGICHPLASWHK 132 

Query: 134 RT-RRHAWLGTSTTWALVVLQLLPTLAFSHTDYINGQMIWYDMTSQENFDRLFAYGIVLT 192 

+ ++ WL + W +V+ Q LPT F+ T + + YD++ + F YGI LT 

Sbjct: 133 KKGKKLTWLVCAAVWFIVIAQCLPTFVFASTGTQRNRTVCYDLSPPDRSTSYFPYGITLT 192 



Query: 193 LSGFL 197 
++GFL 

Sbjct: 193 ITGFL 197 
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Figure 9 



>sp|002824|A1AA_RABIT ALPHA- 1 A ADRENERGIC RECEPTOR (ALPHA 1 A-ADRENOCEPTOR ) 
(ALPHA-1C ADRENERGIC RECEPTOR). 
Length = 466 

Score = 295 (103.8 bits), Expect = 1.0e-31, Sum P(2) = 1.0e-31 
Identities = 66/215 (30%), Positives = 113/215 (52%) 

Query: 8 STRESNSSHTCMP LSKMP I SLAHGI I RSTVL VI FLAASFVGN I VLALVLQRKPQL LQVTN 67 

S S+SS+ P + P++++ 1+ +L + +GNI-H- L + L VT+ 
Sbjct: 5 SGNASDSSNCTHPPA — PVNI SKAI LLGVI LGGL I LFGVLGN I LVI LSVACHRHLHSVTH 62 

Query: 68 RFIFNLLVTDLLQISLVAPWVVATSVPLFWPLNSHFCTALVSLTHLFAFASVNTIVVVSV 127 

+1 NL V DLL S V P+ + +W FC ++ L AS+ ++ V+S+ 
Sbjct: 63 YYIVNLAVADLLLTSTVLPFSAIFEILGYWAFGRVFCNIWAAVDVLCCTASIISLCVISI 122 

Query: 128 DRYLSIIHPLSYPSKMTQRRGYLLLYGTWIVAILQSTPPLYGWGQAAFDERNALCSMIWG 187 

DRY+ + +PL YP+ +TQRRG L W +++ S PL+GW Q A D+ +C + 
Sbjct: 123 DRYIGVSYPLRYPTIVTQRRGLRALLCVWAFSLVISVGPLFGWRQPAPDDET-ICQI — N 179 

Query: 188 ASPSYTILSVVSFIVIPLIVMIACYSVVFCAARRQ 222 

P Y + S + +PL +++A Y V+ A+R+ 
Sbjct: 180 EEPGYVLFSALGSFYVPLTIILAMYCRVYWAKRE 214 

Score = 106 (37.3 bits), Expect = 1.08-31, Sum P(2) = 1.0e-31 
Identities = 23/75 (30%), Positives = 41/75 (54%) 

Query: 396 KAAKVIFIIIFSYVLSLGPYCFLAVLAVWVDVETQVPQWVITIIIWLFFLQCCIHPYVYG 455 

KAAK + I++ +VL P+ + 4- + + + P+ V 1+ WL +L CI+P +Y 
Sbjct: 269 KAAKTLGIWGCFVLCWLPFFLVMPIGSFFP-DFKPPETVFKIVFWLGYLNSCINPIIYP 327 

Query: 456 YMHKTIKKEIQDMLK 470 

+ KK Q++LK 
Sbjct: 328 CSSQEFKKAFQNVLK 342 
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Figure 10 
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tmttfft 

MEGALAAN WSA-EAA-NASAAPPGAEG NRTAGPPRRNEALARVEVAVLCL I L 

MEGELAAN WST-EAV-NSSAAPPGAEG NCTAGPPRRNEALARVEVAVLCL I L 

MEGLCLNL DCS-ELP-NSSf VNSSIIENQNHSSNSTRDPLKRNEEVAKVEVTVLAL I L 

MEEMFKEQDF-WSFNESSRNSTVGNETFGG NQTVNPLKRNEEVAKVEVTVLALVL 

MEKPGN I TLHP NGSDPFGRNEEVAQ I E I MVLS I TF 

HQp | ANQTTAS NDTD PFG RNEE VAKME i TVLSVTF 

MKNFSFPMQD-STHQTESPPHRLLSLTNKS DPVGRPERDEQLAQVE I AVLGV I F 

MPANFTEGSFDSSGTGQTLDSSPVACTETVTFTEVVEGKEWGSFYYSFKTEQL I TLIVLF 

MKCDHTLFFALFQTEQFAVLWI LF 

:. .* : 

TM1 9t$$i*t**$9 t»«8tftf TM2 «f«ttttt 

LLALSGNACVLLALRTTRQKHSRLFFFMKHLS I ADLVVAVFQVLPQLLWD I TFRFYGPDL 
FLALSGNACVLLALRTTRHKHSRLFFFMKHLS I ADLVVAVFQVLPQLLWO I TFRFYGPDL 
FLALAGN I CVLLG I Y I NRHKHSRMYFFMKHLS I ADLVVA I FQVLPQL I WD I TFRFYAPDL 
FLALAGNLCVL I A I YTAKHTQSRMYYLMKHLS I ADLVVA VFQVLPQL I WD I TFRFYGPDF 
WAV I GNVSVLLAMYNTKKKMSRMHLF I KHLSLADLVVAFFQVLPQLCWE I TYRFFGPDF 
FVAV I GNLSVLLAHHNTKKKSSRMHLF I KHLSLADMVVAFFQVLPQLCWE I TFRFYGPDF 
LTASVGNF I L I LVLWRRRKKLSRMYVFMLHLS I ADLVVAFFQVLPQL I WD I TDVF I GPDF 
VFT I VGNSVVLFSTWR-RKKKSRMTFFVTQLA I TDSFTGLVN I LTD I NWRFTGDFTAPDL 
TV I VLGNSAVLFVMF I NKNRKSRHNYF I KQLALADLCVGLLNVLTD 1 1 WR I T I SWRAGNL 
** : : : : **: :::*:::* 

§0ft*t*«ttt TM3 tttttittttt ttftttttft TM4 I 

LCRLVKYLQVVGMFASTYLLLLMSLDRCLA I CQPLRSLRRRT — DRLAVLATWLGCLVAS 
LCRLVKYLQVVGMFASTYLLLLMSLDRCLA I CQPLRSLRRRT — DRLAVLATWLGCLVAS 
VCRLVTYLQVVGMFASTYMLLLMSLDRCLA I CQPLRSLHRRS — DCVYVLFTW I LSFLLS 
LCRLVKYLQTVGMFASTYMLVLMS IDRC1AI CQPLRSLHKRK — DRCYV I VSWALSLVFS 
LCR I VKHLQVTGMFASTYIIMVMMTLDRY I A I CHPLKTLQQPTQRSY I M I VSTWMCSLVFS 
LCRI VKHLQVLGMFASTYMMVMHTLDRY IAICHPLKTLQQPTQRAYIUIGSTWLCSLLLS 
LCR 1 1 KYLQLLGMFASTYH I VVMTVDRYQAVCYPMVTFQKKRALWN I P I CTSWS I SLI LS 
VCRV VRYLQVVLLYASTYVLVSLS I DRYHA I VYPMKFLQGEKQ-ARVL I V I AWSLSFLFS 
ACKA I RFSQVCVTYSSTYVLVAHS I DRYDA I THPMNFSKSWKR-ARHLVAGAWL I SALFS 
*: : - * ::*♦*::: *: *: ::*.:* 

«t#f«#ffftt § ##*#•#•### TM5 ttttllttttttt 

APQVH I FSLREVADG — VFDCWAVF I QP — WGPKAY i TW I TLAVY I VP V I VLATCYGL I S 
APQVH I FSLREVADG— VFDCWAVF I QP— WGPKAY I TW I TLAVY I VPV I VLAACYGL I S 
TPQTV I FSLTEVGNG — VYDCRADF I QP— WGPKAY I TW I TLAVY 1 1 PVM t LSVCYGL I S 
VPQVY I FSLRE I GNG — V YDCWGDF VQ P — WGAK AY I TW I SLT I Y 1 1 PVA I LGGCYGL I S 
TPQYF I FSLSEVKNGSTVKDCWAHF I EP — WGARAY I TW I TGGI FLVPVV I LVIICYGF I C 
TPQYF I FSLSE I QNGS YVYDCWGHF I EP— WG I RAY f TWITVGIFLIPV 1 1 LM I CYGF I C 
LPQVF I FSK I E I SPG— I FECWAEF I QP— WGPRAYVTW I LVV I FF I PST I L 1 TCQVK I C 
I PTL 1 1 FGKRTLSNG — EVQCWALWPDDSYWTP — YMT I VAFLVYF I PLT I ISIWYGIVI 

LP I LVLYEEKL I QGH PQCW I ELGSP I AWQV — YHSLVSATLFA 1 PAL 1 1 SAC YA 1 1 V 

* :* * *::::::*:: 
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Figure 12 



«tf«*ttf TM6 

X64878 FK I MfQNLRLKTAAAAAAEAPEGAAAGOGGRVALARVSSVKL I SKAK I RTVKMTF 1 1 VLAF 

U82440 FK INQNLRLKTAAAAAAEAPEGAAAGDGGRIIALARVSSVKL I SKAK I RTVKMTF 1 1 VLAF 

X933 1 3 YK I WQN I RLKTVCESNLRLST SRRATLSRVSSVRL I SKAK I RTVKMTF I I VLAY 

X87783 FK I WQNFKRKTKKOQC I TLTTAA SKANALARVSSVKLVSKAK I TTVKMTFV I VLAY 

AF 1 84966 HT I WKN I KYKKRKT I PGAAS KNGL I GKNSVSSVTT I SRAKLRTVKMTFV I VLAY 

X76321 HSIWKNIKCK TMRGTRNT KDGMIGKVSVSSVTI I SRAKLRTVKMTLV I VLAY 

AF147743 Kl I KRN I YVKKQNEYQVTNQ KQVLPSRASSVNC I SKAM I KTVKMT I VTV VAY 

GPRv8 RT I W I KSKTYETV I SNCSOG KLCSSYNRGL I SKAK I KA I K YS 1 1 1 ILAF 

AE003754 KT I WAKGS I FVPTERAGFGA APARRASSRGI I PRAKVKTVKMTLT I VFVF 



X64878 

U82440 

X93313 

X87783 

AF1 84966 

X76321 

AF1 47743 

GPRv8 

AE003754 



X64878 

U82440 

X93313 

X87783 

AF1 84966 

X76321 

AF147743 

GPRv8 

AE0O37S4 



X64878 

U82440 

X93313 

X87783 

AF184966 

X76321 

AF147743 

GPRv8 

AE003754 

X64878 

U82440 

X93313 

X87783 

AF184966 

X76321 

AF147743 

GPRv8 

AE003754 



itttitststttttts ttititttstt TM7 inttttttt 

I VCWTPFFFVQMWSVWDANAPK EASAF 1 1 VMLLASLNSCCNPW I YMLFTGHLFHELV 

I VCWTPFFFVQMWSVWDANAPK EASAF 1 1 VMLLASLNSCCNPW I YMLFTGHLFHELV 

I VCWTPFFFVQMWSVWDPNPPK EASLF \ I AMLLGSLNSCCNPW I YMLFTGHLFHDLL 

I VCWTPFFFVQMNSAWDPEAPR EAMPF i I SMLLASLNSCCNPW I YMFFAGHLFHDLK 

I I CWAPFFTVQMWSVWDENFQYADSENTAVT I SALLASLNSCCNPW I YMIFSGHLLQDFM 
I VCWAPFFI VQNWSVWDENFSWDDSENAAVTLSALLASLNSCCNPWI YMLFSGHLLYDFL 

VLCWSPFF I AQLWSVWFPSG I T EGSAFT 1 1 MLLGNLNSCTNPW I YMYFCGHI PY 

I CCWSPYFLFD I LDNFNLLPDT-QERFYASV 1 1 QNLPALNSA I NPL I YCVFSSS I SFP— 
I ICWSPYI I FDLLQVFGQ I PHS-QTN I A J ATF I QSLAPLNSAANPL I YCLFSSQVFRTLS 
: »*:*:: * ***. *♦ ** * . 



QR FLCCSASYLKGRRLG— ETSASKKSN— 

QR FLCCSASYLKGNRLG — ETSTSKKSN — 

QS FLCCSARYLKTQQQGS-DLSASRKSN— 

QS — LLCCSTLYLKSSQCRCDQEHDSRKSN — 

NC FAWCRRANADFKKED — SOSS I RRTT — 

RC FPCCKKPRNMLQKED — SDSS I RRNT — 

CTNKQLENTSAQ — EOSVVTGS 

-CREQRSQDSRMT FRERTER- 



-SSSFVLSHRSSSQRSCSQPS 
-SSSFVLSHRSSSQRSCSQPS 
-SSTFVLSRKSSSQKS I TQPS 
-CSTYVIKSTSS-QRSITQSS 
-LLTKMTN-RSPTGSTGNWRO 
— LLTKLAAGRMTNDGFGSWRD 

1 HLVD-RDPEENSTCA — 

— HEMQ I LS — KP-EF- 



RFPPFKNFTCCCKSYRNNSQQNRCHTVGRRLHNSCDSMRTLTTSLTVSRRSTNKTNARVV 



LDNSPK — TSIQHE 

PCNSRKSSqSIGLDCFCKSSQCLEHDCSRKSSQCIPLDCSRKSSQCIPLOCSRKSSQCMS 



I CERPTKVVTVPAMSERRGVSLKGNTD I L- 
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Figure 14 



GPRv12_0RF 
AF208288 



GPRv12_0RF 
AF208288 



GPRvl2_0RF 
AF208288 



GPRv12_0RF 
AF208288 



GPRv12_0RF 
AF208288 



GPRv12_0RF 
AF208288 



#### # f t#f#f TM1 fit »Sffff«8S # tiff fff#tf TM2 fft 

MGPGEALLAGLLVMVLAVALLSNALVLLCCAYSAELRTRASGVLLVNLSLGHLLLAALDM 
MNSiOAGLAGLLVGT I GVSLLSNGLVLLCLLHSAD I RRQAPALFTLNLTCGNLLCTVVNM 
:* ****** .:.*:****.***** :**::* :*..:: :**: *;** ;.:;* 

f«t«tf*l «««tt*fffff#« TM3 fftfft##<ft?f 

PFTLLGVMRGRTPSAPGACQV I GFLOTFLASNAALS VAALSADQ*LAVGFPLRY AGRLRP 
PLTLAGVVAQRQPAGDRLCRLAAFLOTFLAANSMLSMAALS I DRfVAVVFPLSYRAKMRL 

*:** ** : * * : . * :: t*t*t*t.*: **:**** *:*:** *** * . :: * 

##*«*#»«* TM4 taunt! § #*##**«#* 

RYAGLLLGCAWGQSLAFSGAALGCSWLGYSSAFASCSLRLPPEPERPRFAAFTATLHAVG 
RDAAFMVAYTiLHALTFPATALALSNLGFHQLYASCTLCSRRPDERLRFAVFTSAFHALS 

**.:::. :* ::*:*..:**. ****: . :***:* ** ♦**.** : : : **; . 

TM5 U9$»99$9*9 ft 

FVLPLAVLCLTSLQVHRVARRHCQRMDTVTMKALALLADLHPSVRQRCL I QQKRRRHRAT 
FLLSF I VLCFTYLKVLKVARFHCKR I DV I THQTLVLLVD I HPSVRERCLEEQKRRRQRAT 
*:*. : ***:♦ * : * :*** **:*:*.:**::*.**.*:*****:*** :*****:*** 

####tf TM6 **9ittitttt ttttllitt TM7 ftiffttttf 

RK I G I A I ATFL I CFAPYVMTRLAELVPFVTVNAQNG I LSKCLTYSKAVADPFTYSLLRRP 
KK I STF I GTFLVCFAPYV I TRLVELFSTAP I DSHWGVLSKCLAYSKAASDPFVYSLLRHQ 
:**. *.***:******:**♦.**.. ..::::**.*****:****.:***.*****: 



FRQVLAGMVHRLLKRTPRPASTHOSSLDVAGMVHQLLKRTPRPASTHNGSVDTENOSCLQ 
YRRSCKELLNR I FNRR S I HSVGLTGOSHSQN I LPVSE 

:*: :::*:::* * *. .* . :::* : 



GPRv12_ORF 
AF208288 
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Figure 16 



******* 
####«*## TM1 *##### 

1 MLAAAFADSN SSSMNVSFAH LHFAGGYLPS DSQDWRTIIP ALLVAVCLVG FVGNLCVIGI 60 

t*tt***tttttttt*t*t*tt*t**ttttt***t*tttt**tttt*tt*t*ttt*tttt*t**t 
** ftftf TMZ ##### 

61 LLHNAWKGKP SUIHSLILNL SLADLSLLLF SAP t RAT AYS KSVWDLGWFV CKSSDWFIHT 120 

************** **************************** 
§*#t#f TM3 ####«»#*«• ##«#« TM4 #**#*«*## 

121 CMAAKSLTI V VVAKVCFMYA SDPAKQVSIH NYTIWSVLVA IWTVASLLPL PEWFFST I RH 180 

*************************************************************«***: 
§ t##*S*#t Til 5 f#fli##tff#### 

181 HEGVEMCLVD VPAVAEEFMS MFGKLYPLLA FGLPLFFASF YFWRAYDQCK KRGTKTQNLR 240 

***************************************************************** 
*«ff*Mt*ft TM6 **######## #######• TM7 •» 

241 NQtRSKQVTV MLLSIAI ISA VLWLPEWVA1 LNVIHLKAAG PAPPQGFIAL SQVLMFSISS 300 

****** 
«#####*#« 

301 ANPL I FLVMS EEFREGLKGV WKWM I TKKPP TVSESQETPA GNSEGLPDKV PSPESPASIP 360 
361 EKEKPSSPSS GKGKTEKAEI PILPDVEQF* HERDTVPSVQ DNDPIPWEHE DQETGEGVK 419 
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Figure 17 
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1 51 101 151 201 251 301 351 

Amino acid residues 
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Figure 18 



GPRv2l 

AL121755 

AF236082 

U42766 

U76254 

U42389 

U50144 

086238 

M81490 

AF037444 



GPRv21 

AL121755 

AF236082 

U42766 

U76254 

U42389 

U50144 

D86238 

1181 490 

AF037444 



GPRv21 

ALT 21755 

AF236082 

U42766 

U76254 

U42389 

U50144 

086238 

H81490 

AF037444 



GPRv21 

AL1217S5 

AF236082 

U42766 

U76254 

U42389 

US0144 

086238 

M81490 

AF037444 



-METTMGFMDDNATNTSTSFLSVLNPHGAHA-TSFPFN 



-METTVGALGENTTDTFTDFFSALDGHEAQT-GSLPFT 
-MGP I GAEADENQTVEEHKVEQYGP 



— MGP I GAEADENQTVEEHKVEQYGP 

—MGP I GAEADENQTVEEHKVEQYGP 

—MKMGPLGAEAOENQTVEEHKVDQFGPG 



-MVLKMGPVGAEADEN-QTVEVKVEPYGPG- 



MYY I AHQQPMLRNEDDNYQEGYF I RPDPASL I YNTTALPADDEGSNYGYGSTT-TLSGLQ 
— MSMANSENSTSLFGIKRHADVTGPHSASHDVIOPSNTSVYYDHASNYESVLSTTSTLM 

#f#ftftt##« TM1 

FSYSDYDMPL DEDEDVTNSR TFFAAK I V I GMALVG I MLVCG i GNF I F 

YGDYDLPM OEDEDMTKTR TFFAAK I V I G I ALAG I MLVCG I GNFVF 

FSYGDYDMPL DEEEDVTNSR TFFAAK I V I GMALVG I HLVCG I GNF I F 

QTTPRGELVP DPEPEL I DST — KL I EVQVVL I LAYCS I I LLGV I GNSLV 

QTTPRGELVP DPEPEL I DST KL I EVQVVL I LAYCS 1 1 LLGV I GNSLV 

QTTPRGELVP DPEPEL I DST KL I EVQVVL I LAYCS 1 1 LLGV I GNSLV 

HTTLPGELAP DSEPEL I DST -KL I EVQVVL I LAYCS 1 1 LLGV I GNSLV 

HTTPRGELPP DPEPEL I DST KLVEVQV I L I LAYCS 1 1 LLGVVGNSLV 

FETYN I TVMMNFSCDDYDLLSEDMW SSAYFK 1 1 VYMLY I P I F I FAL I GNGTV 

LKLTDLVTPFNASEPDPESNGSDTDGGHAA I SEQPMYAKV 1 1 VLMYVL I I LVAVGGNLLF 
* : ** . 

ifttfftl IffSttS TM2 ttt»#*f# 0«*tttf 
I AALVRYKKLRNLTNLL I AN LA I SDFLVA I VCCPFEMDYYVVRQLSWEHGHVLCTSVNYL 
I AALTRYKKLRNLTNLL I ANL A I SDFLVA 1 1 CCPFEMDY YVVRQLSWEHGHVLCASVNYL 
I TALARYKKLRNLTNLL I ANLA I SDFLVA I VCCPFEMDYYVVRQLSWEHGHVLCAS VNYL 
I HVV I KFKSMRTVTNFF I ANLAVADLLVNTLCLPFTLTYTLMG — EWKMGPVLCHLVPYA 
I HVV I KFKSMRTVTNFF I ANLAVADLLVNTLCLPFTLTYTLMG — EWKMGPVLCHLVPYA 
I HVV I KFKSMRTVTNFF I ANLAVADLLVNTLCLPFTLTYTLMG— EWKMGPVLCHLVPYA 
I HVV I KFKSMRTVTNFF I ANLAVADLLVNTLCLPFTLTYTLMG— EWKMGPVLCHLVPYA 
I HVV I KFKSMRTVTNFF I ANLAVADLLVNTLCLPFTLTYTLMG— EiKMGPVLCHLVPYA 
CY I VYSTPRMRTVTNYF I ASLA I GO I LMSFFCEPSSF I SLF I LN- YiPFGLALCHFVNYS 
S YV I VMYPKMRSVTNLFLLNLA I SD I VKAV I CNPFAF I ANL I LL-YWPYGEFMCQVVTY I 
:*. :** :: .* * : * * : * * * 



if TM3 #tf»«#ttft 

RTVSLYVSTNALLA I A I DRYLA I 
RTVSL YVSTNALLA I A I DRYLA I 
RTVSLYVSTNALLA I A I DRYLA I 
QGLAVQVST I TLTV I ALDRHRC I 
QGLAVQVST I TLTV I ALDRHRC 
QGLAVQVST I TLTV I ALDRHRC 
QGLAVQVST I TLTV I ALDRHRC I 
QGLAVQVST I TLTV I ALDRHRC I 
QAVSVLVSAYTLVA I S I DRY I A I 
QVVAVFLSAFTLVAHS VDRYVA I 
: ::: :*: :* 



#it#if«#t TM4 ttittttttt 

VHPLRPRMKCQTATGL I ALVWTVS I L I A I PSAYFTTE 
VHPLKPRHNYQTASFL ( ALVWNVS i L I A I PSAYFATE 
VHPLRPRHKCQTAAGL I FLVWSVS I L I A I PAAYFTTE 
VYHLESK I SKR I SFL 1 1 GLAWG I SALLASPLA I FREY 
VYHLESK I SKR I SFL 1 1 GLAWG I SALLASPLA I FREY 
VYHLESK I SKR I SFL 1 1 GLGWR I SALLASPLA I FREY 
VYHLESK I SKQ I SFL 1 1 GLAWGVSALLASPLA I FREY 
VYHLESK I SKR I SFL 1 1 GLAWG I SALLASPLA I FREY 
HWPLKPR I TKRYATF 1 1 AGVWF I ALATALP I P I VSGL 
LKPHRPRLSKRAFA I THAT I W I LSLSAPLPTA I TSRV 
* : : . * . 
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igure 19 



0 #f#**tfffft Til 5 ftttffSffftflf 

GPRv2 1 TVLV I VKSQ— EK I FCGQ I WPVDQQ-LYYKSYFLF I FG I EFVGPVVTMTLCYAR I SRELN 

AL 121755 TVLF I VKSQ — EK 1 FCGQ I WPVDQQ-LYYKSYFLF I FGVEFVGPVVTMTLCYAR I SRELN 

AF236082 TVLV I VERQ — EK I FCGQ I WPVDQQ-FYYRSYFLLVFGLEFVGPVVAMTLCYARVSRELW 

U42766 SLIEI I PDF — E I VACTEKWPGEEKS I YGTVYSLSSLL I LYVLPLG I I SFSYTRI VSKLK 

U76254 SLIEI I PDF— E I VACTEKKfPGEEKS I YGTVYSLSSLL I LYVLPLG 1 1 SFSYTR I WSKLK 

U42389 SL I E 1 1 PDF— E I VPCTEKWPAEEKS I YGTVYSLSSLL I LYVLPLG 1 1 SFSYTR I VSKLK 

U501 44 SL I E 1 1 PDF— E I VACTEKWPGEEKG I YGT I YSLSSLL I LYVLPLG 1 1 SFSYTR I WSKLK 

D86238 SL I E 1 1 PDF — E I VACTEKWPGEEKSVYGTVYSLSTLL I LYVLPLG 1 1 SFSYTR I WSKLR 

M81 490 D I PMSPWHTKCEKY I CREMWPSRSQ E YYYTLSLFALQFVVPLGVL I FTYAR I T I RVW 

AF037444 TKQSNSTGL CLEHFENDHN R Y I YS I V IMMLQYFVPLAV I TVTNTHI GY I VI 

* : : : 

«**fftl#*# TM6 tt$9*$9 

GPRv21 FKAVPG-FQTEQ I RKRLRCR RKT VLVLMC I LTAYVLCWAPFYGFT f VRDFFPTVFVKEKH 

AL 1 2 1 755 FKAVPG-FQTEQ I RKRLRCRRKTVL VLMC I LTAYVLCWAPFYGFT I VRDFFPTVFVKEKH 

AF236082 FKAVPG-FQTEQ I RRTVRCRRRT VLGL VCVLSAYVLCWAPFYGFT I VRDFFPSVFVKEKH 

U42766 NHVSPG-AANDHYHQR RQKTTKMLVCVVVVFAVSWLPLHAFQLAVD- 1 DSQVLDLKE 

U76254 SHVSPG-AANDHYHQR RQKTTKMLVCVVVVFAVSWLPLHAFQLAVD- 1 DSQVLDLKE 

U42389 NHVSPG-AANDHYHQR RQKTTKMLVCVVVVFAVSWLPLHAFQLAVD- 1 DSQVLDLKE 

U50144 NHVSPG-AAHDHYHQR RQKTTKMLVCVVVVFAVSWLPLHAFQLAVD- 1 DSHVLDLKE 

D86238 NHVSPG-AASDHYHQR RHKMTKMLVC VVVVFAVSWLPLHAFQLAVD- 1 DSHVLDLKE 

M8 1 490 AKRPPGEAETNRDQRMARSKRKMVKMMLTVV I VFTCCNLPFN I LQLLLN — DEEFAHWDP 
AF037444 I KKTPGEAEEDRDRRMAASKRRL VKM 1 1 1 VVV I YAVC1LPVHV I TL VGD-HNPD I YNQPH 

: ** :..**. : : : 

*9**tt9t TM7 *######## 

GPRv2 1 YLTAFY I VEC I AMSNSM I NTLCFVTVKNDTVKYFKK I ML— LHWKAS YNGGKS 

AL 1 21 755 YLTAFYVVEC I AMSNSM I NTVCFVTVKNNTMKYFKKMML LHWRPSQRGSKS 

AF236082 YLTAFYVVEC I AMSNSM I NTLCFVTVRNNTSKYLKR I LR LQWRASPSGSKA 

U42766 YKL IFTVFHI I AMCSTFANPLL YGWMNSNYRKAFL SAFR CEQRLDAIHSEV 

U76254 YKLIFTVFYI I AMCSTFANPLLYGWMNSNYRKAFLSAFR CEQRLDAIHSEV 

U42389 YKL I FTVFH 1 1 AMCSTFANPLLYGWMNSNYRKAFLSAFR CEQRLDA IHSEV 

U50144 YKL I FTVFH 1 1 AMCSTFANPLLYGWMNSNYRKAFLSAFR CEQRLDAIHSEV 

D86238 YKL I FTVFH 1 1 AMCSTFANPLLYGWMNSNYRKAFLSAFR CEQRLDAIHSEV 

M81490 LPYVNFAFHWLAMSHCCYNP I I YCYMNARFRSGFVQLMHRMPGLRRRCCLRSVGDRMNAT 

AF037444 MNVVNLCAQWLAMSHSCYNPFVYFSLSATFRRNLRRMTHACRLKQKR-LRQHLSMRSSRA 

GPR v 2 1 S ADLDLKT I GM PATEE VDC I RLK 

AL 1 2 1 755 S ADLDLRTNGV PTTEEVDC I RLK 

AF236082 S ADLDLRTTGI PATEEVDCIRLK 

U42766 SVTFKAK KNLEVRKNSG PNDSFTEATNV 

U76254 SVTFKAK KNLEVRKNSG PNDSFTEATNV 

U42389 SVTFKAK KNLEVRKNSG PNDSFTEATNV 

U501 44 SVTFKAK KHLQVTKNNG PNDSFTETTNV 

D86238 SMTFKAK KNLEVKKNNG PTDSFSEATNV 

M8 1 490 SGTGPALPLN — RMNTSTTY I SARRKPRATSLRANPLSCGETSPLR 

AF037444 DANDRDTEVYGSAES I PSKVSAGSLHSSNRGAKHVNTSSGEWQCLKEKKLKGVSNDMYL 




51 101 151 201 251 301 351 401 
Amino acid residues 
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Figure 21 

** 

##«#*#* TM1 ## 

1 MEDLFSPSIL PPAPNISVPI LLGWGLNLTL GQGAPASGPP SRRVRLVFLG VILVVAVAGN 60 

ttttttttttttttttttttt*ttttt*tttttttttttttttttttttttttttttttttt*tt 
#*## •####»*# TM2 t#»«i«*f« 

61 TTVLCRLCGG GGPWAGPKRR KMDFLLVQLA LADLYACGGT ALSQLAWELL GEPRAATGDL 120 

t**ttttttt*tttttttttt**ttt*ttt**t*tt*ttt*****t*t*ttttttt*ttttt**t 
% ###•# TM3 #ft#t#fftf •«##«#* TM4 •#«# 

121 ACRFLQLLQA SGRGASAHLV VLI ALERRRA VRLPHGRPLP ARALAALGWL LALLLALPPA 180 

* 

************** 

*** § ttttf tftf TM5 

181 FVVRGDSPSP LPPPPPPTSL QPGAPPAARA WPGQRRCHGI FAPLPRHHLQ VYAFYEAVAG 240 

**M*M*******M*M**mm****M******************************** 
tttttttttttt ttffi 
241 FVAPVTVLGV ACGHLLSVWI RHRPQAPAAA APWSASPGRA PAPSALPRAK VQSLKMSLLL 300 

********************************************************* 
t TM6 f«f*#«*t* ###»##* TII7 fttffff#**tff 

301 ALLFVGCELP YFAARLAAAW SSGPAGDWEG EGLSAALRVV AMANSALNPF VYLFFQAGDC 360 

361 RLRRQLRKRL GSLCCAPQGG AEOEEGPRGH QALYRQRWPH PHYHHARREP LOEGGLRPPP 420 



421 PRPRPLPCSC ESAF 
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Figure 22 
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Amino acid residues 
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Figure 23 



HSH2R_1 

D49783 

H32701 

U25440 

S57S65 

S73473 

M74716 



U6403 2 MTFRDLLS VTFEGPRPD I SAGGSGAGGGAGAGAGAGDTASSESPAVGGVPGAAGGGGGGS 

L41147 

GPRv47 

D43633 

ttt 

HSH2R_1 NG TASSFCLOSTACK I T 1 TV 

D49783 MAP NG TASSFCLOSTACK I T 1 TV 

M3 270 1 II I S NG TGSSFCLDSPPCR I T VSV 

U2 5440 MAF NG TVPSFCMDFTVYKVT 1 SV 

S57565 HEP NG TVHSCCLDSHALKVT ISV 

S73473 MAPffPHKNGS LAFffSDAPTLDPSAANTSGLPG-VPl-AAAL 

M747 1 6 UAPffPHKNGS LAFNSDAPTLDPSAANTSGLPG-VPff-AAAL 

U64032 VVGAGSGEDNRSSAGEPGGAGGGGE VNGTAAVGGLVVSAQSVG VGV 

L41 1 47 MVP EPGPT ANSTPAWGAGPPSAPGGSG NVAA 

GPRv47 MESSPI PQSSGNSSTLGRVPQTPGPSTASGVPEVGLRDV-ASESVALF 

04363 3 UVADKTSPV I TSDHS I SNFSTGLFGPHPTVPPDVGVVTSSQSQMKOLFGLF 

ttt TM1 *UtU*$ »9H99$ TII2 $i$t$9 

HSH2R_1 VLAVL I L I TVAGNVVVCLAVGLNRRLRNLTNCF I VSLA I TOLLLGLLVLPFSA I YQLSCK 

049783 VLAVL I L I TVAGNVVVCLAVGLNRRLRNLTNCF I VSLA I TOLLLGLLVLPFSA I YQLSCK 

1132701 VLTVL I L I T I AGNVVVCLAVGLNRRLRSLTNCF I VSLA I TDLLLGLLVLPFSAFYQLSCR 
U25440 I L I I L I LVTVAGNVVVCLAVGLNRRLRSLTNCF I VSLAVTDLLLGLLVLPFSA I YQLSCK 

S57S6 5 VLTTL I L I T I AGNVVVCLAVSLNRRLRSLTNCF I VSLAATDLLLGLLVLPFSA I YQLSFT 

S7347 3 AGALLALATVGGNLLV I TA I ARTPRLQT I TNVFVTSLATADLVVGLLVKPPGATLALTGH 

M7471 6 AGALLALATVGGNLLV I TA I ARTPRLQT I TNVFVTSLATAOLVVGLLVHPPGATLALTGH 

U64032 FLAAF t LTAVAGNLLV I LSVACNRNLQTVTNYF I VNLAVADLLLSATVLPFSATHEVLGF 

L41 1 47 ALCVV I ALTAAANSLL I AL I CTQPALRNTSNFFLVSLFTSDLHVGLVVHPPAHLNALYGR 

GPRv47 FMLLLDLTAVAGNAAVMAV I AKTPALRKFVFVFHLCLVDLLAALTLHPLAHLSSSALFDH 

043633 CUVTLNL I ALLANTGVMV A I ARAPHLKKFAF VCHLCAVDVLCA I LLMPLGI ISSSPFFGT 
:.*::*:. : 

ttt %tM9ttt* TU3 U9»t*tt ttttt TH4 

HSH2R_1 NSFGKVFCN I YTSLDVHLCTAS I LNLFM I SLDRYCAVMDPLRYPVLVTPARVA I SLVL I ■ 

049783 WSFGKVFCN > YTSLDVHLCTAS t LNLFM I SLDRYCAVMDPLRYPVLVTPVRVA I SLVL I R 

M32701 KSFGKVFCN I YTSLOVMLCTAS t LNLFMI SLORYCAVTDPLRYPVL I TPVRVAVSLVL I ■ 

U2 5440 iSFSKVFCN I YTSLDVHLCTAS I LNLFM I SLORYCAVTDPLRYPVL I TPARVA ISLVFII 

S57S6 S ffSFGHVFCN I YTSLDVHLCTAS I LNLFMI SLORYCAVTDPLRYPVL VTPVRVA I SLVF 1 1 

S73473 HPLGATGCELHTSVOVLCVTASIETLCALAVORYLAVTNPLRYGTLVTKRRARAAVVLVM 

M74716 WPLGATGCELHTSVDVLCVTASIETLCALAVDRYLAVTNPLRYGTLVTKRRARAAVVLVI 

U64032 V AFGRAFCDViAAVDVLCCTAS I LSLCT I SVDRYVGVRHSLKYPA I HTERKAAA I LALLM 

L411 47 MVLA RGLC L LHTAFD VHCCS AS I LNLCL I SLDRYLL I LSPLRYKLRHTPLRALALVLGAI 

GPRv47 ALFGE VAC R L Y LFL S VCF VSLA I LSVSA I NVERYYYVVHPMRYEVRMTLGLVASVLVGVM 

D4363 3 VVFTI LECQVY I FLNVFL IVLSILTITAI SVERYFY I VHPMRYEVKHT I NLV I GVHLL 1 1 
* : : . . * : * . : : : : *♦ . : : * : * * 
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Figure 24 



HSH2R_1 
049783 
113 270! 
U25440 
S575S5 
S73473 
M74716 
U64032 
L41147 
GPRv47 
D43G33 



HSH2R_I 

D49783 

H32701 

U25440 

S57565 

S73473 

V747I6 

U64032 

L41147 

GPRv47 

043633 



HSH2R_1 

D49783 

M32701 

U25440 

S5756S 

S73473 

H74716 

U64032 

L4I147 

GPRv47 

043633 



HSH2R_1 

D497B3 

H32701 

U2S440 

S57S65 

S73473 

1174716 

U64032 

L4I147 

GPRw47 

043633 



tttltttttttt % *t*99ti TI15 • #•«•#« 

V I S I TLSFLS I HLGWN SRNETSKCNHTTSKCN VQVNEVYGLVDGLVTFYLPLL I MC I 

V I S I TLSFLS I HLGWN SRNETSKGNHTTSKCK VQVNEVRGLVDGLVTFYLPLL I MC » 

V I S I TLSFLS I HLGWN SRNETSSFNHT I PKCK VQVNLVYGLVDGLVTFYLPLLVMC I 

V I S I TLSFLS I HLGWN SRNETSKDNDT I VKCK VQVNEVYGLVOGLVTFYLPLL I MC I 

V I S I TLSFLS I HLGWN SRNGTRGGN-DTFKCK VQVNEVrGLVDGLVTFYLPLL I MCV 

I VSATVSFAP I MSQWWR VGADAEAQECHSNPRCCS FASNMPYA LLSSS VSF Y L PLL VMLF 

I VSATVSFAP I IISQWWRVGAOAEAQECHSNPRCCS FASNMPYALLSSSVSFYLPLLVMLF 

AVALVVS-IIGPLLGWK EPVPPD — ERFC Gl TEEVGYAVFSSLCSFYLPMAV I VV 

SLAALASFLPLLLGWH ELGHARPPVPGQC RLLASLPFVL VASGLTFFLPSGA I CF 

VKALAMASVPVLGRVS-WEEGAPSVPPG CSLQWSHSAYCQLFVVVFAVLYFLLPLLL I LV 

FKSLLLA-L VTLFGWPP YGHQSS I AASH CSLHASHSRLRGVFAVLFCV I CFLAPVV V I FS 



TY YR I FR VARDQAKR i D-H I S — 
TVYR I FK VARDQAKR i N-H I S — 
TYYR I FK I ARDQAKR I H 



-- SWKAATI R- 
— SWKAAT I R— 
— SWKAAT I G— 
—SWKAAT I R— 
—SWKAAT I R 



TYFR I FK I AREQARR I N-H I G 

TYYR I FK I AREQAKR I N-H I S 

VYARVFVVAKRQRRLLRRELGRFPPEESPRSPSRSPSPATVGTPTAS OGVPSCGR 

VYARVFVVAKRQRRFVRRELGRFPPEESPRSPSRSPSPATVGTPTAS OGVPSCGR 

MYCRVYVVARSTTRSLEAGVKRERGKASEVVLR IHCRGAASGADGAPGTRGAKGHTFRSS 

TYCR I LLAARKQAVQVASLTTG- HASQASETLQVPRTP — R — PGVESADS 

VYCSMFRVARVAAMQHGPLPTWIiETP RQRSESLSSR — S TMVTSSGA 

VYSAVYKVARSAALQQVPAVPTWADAS PAKORSDS INSQTT 1 ITTRTLP 

» : *: 

tttttittt TM6 ffttftt* ffttflttttft 

EHRATVTLAAVMGAF 1 1 CWFPYFTAFV YRGLRGDDA I NEHLEA I VLWLGY 

EHKATVTLAAVMGAF 1 1 CWFPYFTAF VYRGLRGDOA I NEVLEA I VLWLGY 

EHKATVTLAAVNGAF 1 1 CWFPYFTVFVYRGLKGODA I NEAFEAVVLWLGY 

EHKATVTLAAVMGAF 1 1 CWFPYFTVFVYRGLKGDDAVNEVFEDVVLWLGY 

EHKATVTLAAVMGAF 1 1 CWFPYFTAFVYRGLRGDDA I NEAVEG I VLWLGY 

RPARLLPLG-EHRALRTLGLIMGIFSLCWLPFFLANVLRALVGPSLVPSGVF I ALNWLGY 
RPARLLPLG-EHRALRTLGLIMGIFSLCWLPFFLANVLRALVGPSLVPSGVFIALNWLGY 
LSVRLLKFSREKKAAKTLAI VVGVFVLCWFPFFFVLPLGSLFPQLKPSEGVFKVIFWLGY 
RRLATKHSRKALKASLTLGI LLGMFFVTWLPFFVANI VQAVC — DCISPGLFDVLTWLGY 
PQTTPHRTFGGGKAAVVLLAVGGQFLLCWLPYFSFHLYVALSAQPISTGQVESVVTWIGY 
QRLSPERAFSGGKAALTLAF I VGQFLVCWLPFF I FHLQMSLTGSHKSPGOLEEAVNWLAY 



TN7 tffffttff* 

ANSALNPILYAALNROFRTGYQQLFCCRLANRNSHKTSLRSNASQLSRTQSREPR Q 

ANSALNP I LYAALNROFRTGYQQLFCCRLANRNSHKTSLRSNASQLSRTQSREPR Q 

ANSALNPILYATLNRDFRTAYQQLFRCRPASHNAQETSLRSNSSQLARNQSREPM R 

ANSALNP I LYAALNROFRTAYHQLFCCRLASHNSHETSLRLNNSQLNRSQCQEPR W 

ANSALNP I LYAALNRDFRTAYQQLFHCKFASHNSHKTSLRLNNSLLPRSQSREGR W 

ANSAFNPL I YCR-SPDFRDAFRRLL-CSYGGRGPEEP — RVVTFPASPVASR 

ANSAFNPL I YCR-SPDFRDAFRRLL-CSYGGRGPEEP — RVVTFPASPVASR 

FNSCVNPL I VPCSSREFKRAFLRLLRCQCRRRRRRRPLWRVYGHHWRASAGGGPHPDCAL 

CNSTMNP 1 1 VPLFMRDFKRALGRFLPCPRCPRERQAS-LASPSLRTSHSGPRPGLS L 

FCFTSNPFFYGCLNRQ I RGELSKQFVCFFKPAPEEELRLPSREGS I EENFLQ F 

SSFAVNPSFYGLLNRQ I RDELVKFRRCCVTQPVE I GP — SSLEGSFQENFLQ F 
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Figure 25 



HSH2R_1 QEEKPLKLQVWSGTEVT 

D49783 QEEKPLKLQVISGTEVTAPQGATDR 

M32701 QEEKPLKLQVISGTEVTAPRGATDR 

U25440 QEDKPLNLQVWSGTEVTAPQGATNR 

S 5756 5 QEEKPLKLQVISGTELTHPQGNP I R 

S73473 QNS-PLNR — FDGYEGERP-FPT 

H74716 QNS-PLNR — FDGYEGERP-FPT 

U64032 SAGAALPGAALALTAAPAPSSAAAPEGQAAGAGRRKPPCAFREWRLLGPLRRPTTQLRAK 

L4 11 47 QQVLPLPLPPDSDSDSDAGSGGSSGLRLTAQLLLPGEATQDPPLPTRAAAAVNFFN I DPA 

GPRv47 LQGTGCPSESNVSRPLPSPKQEPPAVDFR I PGQ I AEETSEFLEQQLTSD 1 1 MSDSYLRPA 

D43633 I QRTSSSSETHPSFANSNP-RNMENQAHK I PGQ I PEEQA 

HSH2R_1 — 

D49783 

M32701 

U25440 

S57565 

S73473 

y74716 

U64032 VSSLSHK 1 RAGGAQRAEAACALRSEVEAVALSVARDVAEDNTCQAYELADYRNLRETD I 

L41147 EPELRPHPLGI PTN 

GPRv47 ASPRLES 

D43633 
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Figure 26 
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Figure 27 



«#ttff#ft# Till « 

GPRv51 MNQTLNSSGTVESALNYSRGSTVHTAYLVLSSLAIIFTCLCGMA 

M3 5297 MAGNCSWEAHSTNQNKMCPGMSEALELYSRGFLT I EQ I ATLPPPAVTNY I FLLLCLCGLV 

**• ..* *: **** . *.. : :: ****:. 

»#ttt« tStfftft TM2 tftttffft 

GPRv51 GNSMV I NLLGFRMHRNPFC I Y I LNLAAAOLLFLFSHASTLSLETQPLVN-TTDKVHELMK 

M35297 GNGLVLWFFGFS I KRTPFS I YFLHLASADG I YLFSKAV I ALLNMGTFLGSFPDYVRRVSR 

**.:*:*::** ::*.**.**:*:**:** * * : .* * : . 

tftttt* TH3 !####### ffttttff TU4 tftftff 

GPRv51 RLIIYFAYTVGLSLLTAI STQRCLSVLFPI WFKCHRPRHLSAIVCGLLfTLCLLIINGLTSS 

"35297 I VGLCTFFAGVSLLPA I S I ERCVSV I F PM WYWR R R PKR L S AGVC AL LWL L SFL VTS I HNY 

:: .*:***.♦** : M:tt :**::*****.****.:*:... . 

• tfttffftt TM5 itnna 

GPR v5 1 FCSKFLKFNE-DRCFRVDMVQAAL I MGVLTPVMTLSSLTLFVWVRRSSQQWRRQPTRLFV 

M35297 FCMFLGHEASGTACLNMOI SLGILLFFLFCPLHVLPCLALI LHVECRARRRQRS-AKLNH 

** *:.:*: . *:: :: *:*.*..*:*:: *. :: * 

#t*##t#f TII6 fttfftfftf tftfllffl TM7 ititiii 

GPRv5 1 VVLASVLVFL I CSLPLS I YiFVLYKLSLPPEIIQVLCFSLSRLSSSVSSSANPV I YFLVGS 

M35297 VVLA I VSVFLVSS IYLGI DiFLFiVFQ I P APFPEYVTDLC I C I NSSAKP I VYFLAGR 

**** * ***:.*: *.* **::• :: *. .:.***:*::***.* 

GPR v5 1 RRSHRLPTRSLGTVLQQALRE — EPELEGGETPTVGTNEIIGA 

M35297 DKSQRLWEP-LRVVFQRALRDGAEPGDAASSTPNTVTMEIIQCPSGNAS 

:*:** * .*:*:***: ** ...»*.. * ** . 
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Figure 29 



Y14705 

AJ277752 

AF031897 

X99953 

AF069555 

X98283 

DS3665 

GPRw71 



Y14705 

AJ277752 

AF031897 

X99953 

AF069S55 

X98283 

063665 

GPRv71 



Y14705 

AJ277752 

AF031897 

X99953 

AF069S5S 

X98283 

D6366S 

GPRv71 



YM705 

AJ277752 

AF031897 

X99953 

AF0695SS 

X98283 

063665 

GPRv7l 



Y14705 

AJ277752 

AF031897 

X999S3 

AF069555 

X98283 

D63665 

GPRv71 



«*•#«•#«* TH1 Iff 

HTSAESLLFTSLGPSPSSGDGDCRFNEEFKF I LLPMSYAVVFVLGLAL 

HTSADSLLFTSLGPSPSSGDGDCKFNEEFKF I LLPLSYAVVFVLCLAL 

— MDAPVRMFSLAPHTPTPTPfLGGNTTAAAEAKCVFNEEFKF I LLP I SYG I VFVVGLPL 
MTEDIMATSYPTFLTTPYLPMKLLJINLTNDTEDICVFDEGFKFLLLPVSYSAVFMVGLPL 

HSMANFTA GR NSCTFQEEFKQVLLPLVYSVVFLLGLPL 

MSMANFTG GR NSCTFHEEFKQVLLPLVYSVVFLLGLPL 

UERONGT I QAPGLPP TTCVYREDFKRLLLPPVYSVVLVVGLPL 

HEKVDMNTSQ — EQ GLCQFSEKYKQVYLSLAYS 1 1 F I LGLPL 



* :* 



***** #####••# TM2 »t$i*$$* ttti 

NAPTLMLFLFRLRPWDATATYMFHLALSDTLYVLSLPTLVYYYAARMHWPFGTGLCKFVR 
NAPTLVLFLFRLRP1DATATYMFHLALSDTLYVLSLPTLVYYYAARNHMPFGTGFCKFVR 
NSIAMW I FVSRMRPWNATTTYMFNLA I SDTLYVFSLPTLVYYYADRNNWPFGKVFCK I VR 
N I AAMW I F I AKMRPWNPTTVYHFNLALSDTLYVLSLPTLVYYYAOKNNIPFGEVLCKLVR 
NAVV IGQI ILARKALTRTTI YHLNLATADLLYVCSLPLL I YNYTQKDYWPFGDFTCKFVR 
NAVV I GQ I WLARKALTRTT I YHLNLAMAOLLYVCSLPLL I VNYTQKDVIPFGDFTCKFVR 
NVCV I AQ I CASRRTLTRSAVYTLNLALADLLYACSLPLL I YNVARGDHWPFGDLACRLVR 
NGTVLWHFWGQTKRMfSCATTYLVNLMVADLLYVL-LPFL 1 1 TYSLDDRf PFGELLCKLVH 

* • ::*.:#:***.***:*;; **** 

MITII3 ftmtttfftf tUtttlt TU4 iffti 

FLFYINLYCSVLFLTC I SVHRYLG I CHPLRA I RVGRPR-FASLLCLGVILVVAGCLVPNL 
FLFYBNLYCS VLFLTC I SVHRYUG I CHPLRA I RiGRPR-FAGLLCLGVf LVVAGCLVPNL 
FLFYANL YSS I LFLTC I SVHRYUG I CHP I RSLKVVKTK-HARL I CVGVBLVVT ICLIPNL 
FLFYANLYSS I LFLTC I SVHRYRGVCHP I TSLRRHNAK-HAYV I CALVVLSVTLCLVPNL 
FQFYTNLHGS I LFLTC I SVQRYMG I CHPLASWHKKKGKKLTVLVCAAVWF f V I AQCLPTF 
FQFYTNLHGS I LFLTC I SVQRYMG I CHPLASWHKKKGKKLTWLVCAAVWF I V I AQCLPTF 
FLFYANLHGS I LFLTC I SFQRYLG I CHPL APUHKRGGRRAAIVVCGVVILVVTAQCLPTA 
FLFY I NLYGS I LLLTC I SVHQFLGVCHPLCSLPYRTRR-HAMLGTSTTHALVVLQLLPTL 

* ** «*: *:***: . * : *. 

** iitttitlt TU5 tftitft 

FFVTTNANGTT I LCHDTTLPEEFDHYVYFSSAVMVLLFGLPFL I TLVCYGLHARRLYRPL 
FFVTTNANGTT I LCHDTTLPEEFDHYVYFSST I MVLLFGFPFL I TLVCYGLHARRLYRPL 
I FVTTSSKDNSTLCHDTTKPEEFOHY VHYSSS I MALLFG I PFLV I VVCYCLMAKRLCKRS 
I F VTVSPKVKNT I CHDTTRPEOFARYVEYSTA I HCLLFG I PCL II AGCYGLMTRELHKP I 
VFASTGTQRNRTVCYDLSPPORSASYFPYG I TLT I 7GFLLPFAA I LACYCSMAR I LCQKD 
VFASTGTQRKRTVCYDLSPPDRSTSYFPYG I TLT I TGFLLPFAA I LACYCSMAR I LCQKD 
VFAATGM)RNRTVCYDLSPPILSTRYLPYGMALTVIGFLLPFTALLACYCRMARRLCRQD 
AFSHTOY I NGQM1IYDMTSQENF0RLFAYG I VLTLSGFLSLLGHFGVLFTOGQEPDQARG 



tttitttt TM6 fftfttttt tf 

PGAGQS SSRLRSLRT I AVVLTVFAVCFVPFH I TRT I YYQAR-LLQAOCHVLN I VNVV 

PGAGQS SSRLRSLRT I AVVLTVFAVCFVPFH I TRT I YYLAR-LLNAECRVLN I VN VV 

FPSPSPRVPSYKKRSIKMI 1 1 VLTVFA I CFVPFH I TRTLYYTSR-YFQADCQTLN 1 1 NFT 
VSGNQQTLPSYKKRS I KT I IFVMI AFA I CFMPFH I TRTLYYYAR-LLG I KCYALNV I NVT 
EL I GLAVH-KKKDKAVRM 1 1 1 VV I VFS I SFFPFHLTKT I YL I VRSSPTLPCPTLQAFA I A 
EL I GLAVH-KKKDKAVRM 1 1 1 VV I VFS I SFFPFHLTKT I YL I VRSSASLPCPTLQAFA I A 
GPAGP VAQ-ERRSKAARMAVVVAAVFV I SFLPFH I TKTAYLAVRSTPGVSCPVLETFAAA 
EPHEDRQHSPSQVHPDHPTGViPLHPLFCALPYHSLLLPHHLLSAFSGLPALDGSQCGLQ 
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Y14705 

AJZ7775Z 

AF031897 

X99953 

AF0695S5 

X98Z83 

D63665 

GPRv71 



Y14705 

AJ277752 

AF031897 

X99953 

AF069555 

X98283 

D6366S 

GPRv71 



Y 14705 

AJ277752 

AF031897 

X99953 

AF069555 

X98283 

063665 

GPRv7t 



Y 14705 

AJ277752 

AF031897 

X99953 

AF069555 

X98283 

D63665 



##### TII7 ffftflflf 

YKVTRPLASANSCLDPVLYLFTGDKYRNQLQQLCRGSK — PKPR TAASSL 

YKVTRPLASANSCLDPVLYLFTGDKYRNQLQQLCRGST — PKRR TTASSL 

YK I TRPLAS I NSCLDP I L YFHAGDK Y RGR L R R G A AQR P-R PVPTSL 

YK VTRPLASANSC I DP I LYFLANDRYRRRL I RTVRRRSS VPNRRCMHTNHPQTEPHIITAG 

YKCTRPFASMNSVLOP I LFYFTQRKFRESTRYLLDKIIS SKWRHD 

YKCTRPFASMNSVLDPI LFYFTQRKFRESTRYLLDKIIS SKNRQD 

YKGTRPFASANSVLOP I LFYFTQQKFRRQPHDLLQKLT AKWQRQ 

DMEASGECEQLPQPSPVLSFKGGKNRVRLLQKLRQNKLG EHPAGRK 



ALVTLHEES I SRIADTHQDSTFSAYEGDRL 

ALVTLHEES I SRIAOIHQDS I FPAYEGDRL 

LALVSPSVDSSVVGSCCNSE SRGMGTVWSRGGQ 

PLPV I SAEE I PSNGSHVRDENGEGSREHRVENTOTKE I NQMMNRRST f KRNSTDKNDMKE 

HCITYGS 

HCISYGS 

RV 



RCPGLNRSG- 



NRHGEN YLPYVEVVEKEDYETKRENRKTTEQSSKTNAEQDELQTQ I OSRLKRGKWQLSSK 



KGAAQENEKGHHEPSFEGEGTSTWNLLTPKIIYGKKORLAKNVEEVGYGKEKELQNFPKA 
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Figure 31 
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Amino acid residues 



Figure 32 
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U03866 

L31774 

D25235 

D32202 

D32201 

AF013261 

U81982 

U07126 

S71323 

D63859 

AF091890 

GPRV72 



U03866 

L31774 

D25235 

D32202 

D32201 

AFQ13261 

1181 982 

U07126 

S71323 

063859 

AF091890 

GPRV72 



U03866 

L31774 

D25235 

D32202 

D32201 

AF013261 

U81982 

U07126 

S71323 

D63859 

AF091890 

GPRv72 



##*###«## Tin ######## 

MVFLSGNAS — DSSNCTQPPAP VN I SKA I LLGV I LGGL I LFGVLGN I LV 

MVFLSGNAS — DSSNCTQPPAP VN I SKA I LLGV I LGGL I LFGVLGN I LV 

MVFLSGNAS — DSSNCTQPPAP VN I SKA I LLGV I LGGL I LFGVLGN I LV 

MVFLSGNAS — DSSNCTQPPAP VN I SKA I LLGV I LGGL I LFGVLGN I LV 

MVFLSGNAS — DSSNCTQPPAP VN I SKA I LLGV I LGGL I LFGVLGN I L V 

MVFLSGNAS— DSSNCTQPPAP VN I SKA I LLGV I LGGL I LFGVLGN I LV 

MVFLSGNAS — DSSNCTHPPAP VN I SKA I LLGV I LGGL I LFGVLGN I LV 

MVLLSENAS— EGSNCTHPPAP VN I SKA I LLGV I LGGL 1 1 FGVLGN I LV 

MVPVLDNMTPSSVTL— NCSNCSHVLAPE LNTVKAVVLGMVLG I F I LFGV IGNILV 

MTPSSVTL— NCSNCSHVLAPE— LNTVKAVVLGMVLG I F I LFGV IGNILV 

MSLNSSLSCRKELSNLTEEEGG EGGVI ITQFIAI IVITIFVCLGNLVI 

MTSTCTNST — RESNSSHTCMPLSKMP I SLAHG I I RSTVLV I FLAASF VGN I VL 

• : ** - :**::: 

*** #•######«# TM2 ««###•##### «###«•««# 

I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FEVLGYWAFGRVFCN I WAAVDV 
I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FEVLGYWAFGRVFCN i WAAVDV 
I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FEVLGYWAFGRVFCN I WAAVDV 
I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FEVLGYWAFGRVFCN I WAAVDV 
I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FEVLGYWAFGRVFCN I WAAVDV 
I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FEVLGYWAFGRVFCN I WAAVDV 
I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FE I LGYWAFGRVFCN I WAAVDV 
I LSVACHRHLHSVTHYY I VNLAVADLLLTSTVLPFSA I FE I LGYWAFGRVFCN I WAAVDV 
I LSVVCHRHLQTVTYYF I VNLAVADLLLSSTVLPFSA I FE I LDRWVFGRVFCN I WAAVDV 
I LSVVCHRHLQTVTYYF I VNLAVADLLLSSTVLPFSA I FE I LDRWVFGRVFCN I WAAVDV 
VVTLYKKSYLLTLSNKFVFSLTLSNFLLSVLVLPFVVTSS I RREW I FGVVWCNFSALLYL 
ALVLQRKPQLLQVTNRF I FNLLVTDLLQ I SLVAPWVVATSVPLFWPLNSHFCTALVSLTH 
: * ::..*::::* * *: . . : * :. : *. . 

# TM3 ##•##*### *9it9$t*$9 TM4 «#*•#*### 

LCCTAS I MGLC 1 1 S I DRY I GVSYPLR YPT I VTQRRGLMALLCVWALSLV I S I GPLFGWR- 
LCCTAS I MGLC 1 1 S 1 DRY I GVSYPLRYPT I VTQRRGLMALLCVWALSLV I S I GPLFGWR- 
LCCTAS I MGLC II S I DRY I GVSYPLRYPT I VTQRRGLMALLCVWALSLV I S I GPLFGWR- 
LCCTAS I MGLC 1 1 S I DRY I GVSYPLRYPT I VTQRRGLMALLCVWALSLV I S I GPLFGWR- 
LCCTAS I MGLC 1 1 S I DRY I GVSYPLRYPT I VTQRRGLMALLCVWALSLV I S I GPLFGWR- 
LCCTAS I MGLC 1 1 S I DRY I GVSYPLRYPT I VTQRRGLMALLCVWALSLV I S I GPLFGWR- 
LCCTAS 1 1 SLCV I S I DRY I GVSYPLRYPT I VTQRRGLRALLCVWAFSLV I SVGPLFGWR- 
LCCTAS I MGLC II S I DRY I GVSYPLRYPT I VTQRRGVRALLCVWVLSLV I S I GPLFGWR- 
LCCTAS I MSLCV I SVDRY I GVSYPLR YPA I MTKRRALLAVMLLWVLSV I I S I GPLFGWK- 
LCCTAS I MSLCV I SVDRY I GVS YPLRYPA I MTKRRALLAVMLLWVLSV II S I GPLFGWK- 
L I S SASMLTLGV I A I DRY YAVLYPMVYPMK I TGNRAVMALVY I WLHSL I GCLPPLFGWSS 
LFAFASVNT I VVVSVDRYLS 1 1 HPLSYPSKMTQRRGYLLLYGTW I VA I LQSTPPLYGWGQ 

* . **: .: :*: ** : * . *. * ::: . 
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Figure 33 



«# 0 ###«#«*«! TH5 t«ftfftftt 

U03866 QPAPEDET I CQ I NE— EPGYVLFSALGSFYLPLA 1 1 LVMYCRVYVVAKRESRGLK- S 

L3 1 774 QPAPEDET I CQ I NE — EPGYVLFSALGSFYLPLA 1 1 LVMYCRVYVVAKRESRGLK S 

D25235 QPAPEDET I CQ I NE — EPGYVLFSALGSFYLPLA 1 1 LVMYCRVYVVAKRESRGLK S 

D32202 QPAPEDET I CQ I NE— EPGYVLFSALGSFYLPLA 1 1 LVMYCRVYVVAKRESRGLK S 

D3220 1 QPAPEDET I CQ I NE— EPGYVLFSALGSFYLPLA 1 1 LVMYCRVYVVAKRESRGLK S 

AF0 1 326 1 QPAPEDET I CQ I NE— EPGYVLFSALGSFYLPLA 1 1 LVMYCRVYVVAKRESRGLK S 

U81 982 QPAPDDET I CQ I NE — EPGYVLFSALGSFYVPLT 1 1 LAMYCRVYVVAKRESRGLK S 

U07 1 26 QPAPEDET I CQ I NE— EPGYVLFSALGSFY VPLA 1 1 LVMYCRVYVVAKRESRGLK S 

S7 1 323 EPAPEDETVCK I TE — EPGYA I FSAVGSFYLPLA 1 1 LAMYCRVYVVAQKESRGLK E 

D63859 EPAPEDETVCK I TE— EPGYA I FSAVGSFYLPLA 1 1 LAMYCRVYVVAQKESRGLK E 

AF09 1890 VEFDEFKWMCVAAWHREPGYTAFWQ I WCALFPFLVML VCYGF I FRVARVKARKVH C 

GPRv72 AAFDERNALCSM I WGASPSYT I LSVVSF I V I PL I VM I ACYSVVFCAARRQHALLYNVKRH 
: :* .*-*. : * :: .*: : 



U03866 GLKTDKSDSEQVTLR I HRKNAPAGGSGMASAKTKTHFSVRLLKFSREKKAAKTLG I VVG- 

L3 1 774 GLKTDKSDSEQVTLR I HRKNAPAGGSGMASAKTKTHFS VRLLKFSREKKAAKTLGI VVG- 

D25235 GLKTDKSDSEQVTLR I HRKNAPAGGSGMASAKTKTHFSVRLLKFSREKKAAKTLG I VVG- 

D32202 GLKTDKSDSEQVTLR I HRKNAPAGGSGMASAKTKTHFSVRLLKFSREKKAAKTLG I VVG- 

D32201 GLKTDKSDSEQVTLR I HRKNAPAGGSGMASAKTKTHFS VRLLKFSREKKAAKTLG I VVG- 

AF01 326? GLKTDKSDSEQVTLR I HRKNAPAGGSGMASAKTKTHFSVRLLKFSREKKAAKTLG I VVG- 

U8 1 982 GLKTDKSDSEQVTLR I HRKNAPAGGSGVASAKNKTHFSVRLLKFSREKKAAKTLG I VVG- 

"07 1 26 GLKTDKSDSEQVTLR I HRKNVPAEGGGVSSAKNKTHFSVRLLKFSREKKAAKTLG I VVG- 

S71 323 GQK I EKSDSEQV I LRMHRGNTTVSED — EALRSRTHFALRLLKFSREKKAAKTLG I VVG- 

D63859 GQK I EKSDSEQV I LRMHRGNTTVSED— EALRSRTHFALRLLKFSREKKAAKTLG I VVG- 

AF091890 GTVVI VEEDAQRTG RKNSSTSTS — SSGSRRNAFQGVVYSANQCK-AL ITILVVLG- 

GPRV72 SLEVRVKDCVENEDEEGAEKKEEFQD — ESEFRRQHEGEVKAKEGRMEAKDGSLKAKEGS 

««»«#««« TM6 #tft««tf#ltt«#f ftiftftifftt TM7 

U03866 CFVLCWLP FFLVMP I GSFFPD FKPSETVFK I VFWLGYLNSC I N 

L3 1 774 CFVLCWLP FFLVMP I GSFFPD FKPSETVFK I VFWLGYLNSC I N 

D25235 CFVLCWLP FFLVMP I GSFFPD FKPSETVFK I VFWLGYLNSC I N 

032202 CFVLCWLP FFLVMP I GSFFPD FKPSETVFK I VFWLGYLNSC I N 

D32201 CFVLCWLP FFLVMP I GSFFPD FKPSETVFK I VFWLGYLNSC I N 

AFO 1 326 1 CFVLCWLP FFLVMP I GSFFPD FKPSETVFK I VFWLGYLNSC I N 

U8 1 982 CFVLCWLP FFLVMP I GSFFPD FKPPETVFK I VFWLGYLNSC I N 

U07 1 26 CFVLCWLP FFLVMP I GSFFPD FKPSETVFK I VFWLGYLNSC I N 

S7 1 323 CFVLCWLP FFLVLP I GS I FPA YRPSDTVFK I TFWLGYFNSC J N 

D63859 CFVLCWLP FFLVLP I GS I FPA YRPSDTVFK I TFWLGYFNSC I N 

AF091 890 AFMVTWGP YMVV I ASEALWGK SSVSPSLETWATWLSFASAVCH 

GPRv72 TGTSESSVEARGSEEVRESSTVASDGSMEGKEGSTK VEENSMKADKGRTEVNQCS I DLGE 
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-P 1 1 YPCSSQEFK KAFQNVLR I QCLCRKQSSKH ALGYT-LHPPSQAVEGQHK- 

-P 1 1 YPCSSQEFK KAFQNVLR I QCLRRKQSSKH ALGYT-LHPPSQAVECQHK- 

-P 1 1 YPCSSQEFK KAFQNVLR I QCLRRKQSSKH ALGYT-LHPPSQAVEGQHK- 

P 1 1 YPCSSQEFK KAFQNVLR I QCLRRKQSSKH ALGYT-LHPPSQAVEGQHK- 

-P 1 1 YPCSSQEFK KAFQNVLR I QCLRRKQSSKH ALGYT-LHPPSQAVEGQHK- 

-P 1 1 YPCSSQEFK KAFQNVLR I QCLCRKQSSKH ALGYT-LHPPSQAVEGQHK- 

-P 1 1 YPCSSQEFK KAFQNVLK I QCLRRKQSSKH ALGYT-LHAPSQALEGQHK- 

-P 1 1 YPCSSQEFK KAFQNVLR I QCLRRRQSSKH ALGYT-LHPPSQALEGQHR- 

-Pl I YLCSNQEFK KAFQSLLGVHCLRMTPRAHHHHLSVGQSQTQGHSLT I SLDSKG 

-PI I YLCSNQEFK KAFQSLLGVHCLRMTPRAHHHHLSVGQSQTQGHSLT I SLOSKG 

-PL I YGLWN KTVRKELLGMCFGORYYREP — ■ — FVQR — QRTSRLFS I SNR- 

DDUEFGEDD I NFSEDDVEAVN I PESLPPSRRNSNSNP PLPRCYQCKAAKV I F 1 1 IFS 

DMVR I PVGSRETFYR I SKTDG — VCEWKFFSSMPRGSAR I TVSKDQS — SCTTARVRSKS 
DMVR I PVGSRETFYR I SKTDG — VCEWKFFSSMPRGSAR I TVSKDQS— SCTTARVRSKS 
DMVR I PVGSRETFYR I SKTDG — VCEWKFFSSMPRGSAR I TVSKDQS— SCTTARVRSKS 
DMVR I PVGSRETFYR I SKTDG— VCEWKFFSSMPRGSAR I TVSKDQS— SCTTARTKSRS 
DMVR I PVGSRETFYR I SKTDG— VCEWKFFSSMPRGSAR I TVSKDQS— SCTTARGHTPM 
DMVR I PVGSRETFYR I SKTDG— VCEWKFFSSMPRGSAR I TVSKDQS— SCTTARRGMDC 
DMVR I PVGSGETFYK I SKTDG — VCEWKFFSSMPRGSAR I TVPKDQS— ACTTAR VRSKS 
DMVR I PVGSGETFYK I SKTDG— VCEWKFFSSMPQGSAR I TVPKDQS— ACTTARVRSKS 
APCRLSPSSS VALSRTPSSRD— SREWRVFSGGP I NSG — PGPTEAG — RAKVAKLCNKS 
APCRLSPSSSVALSRTPSSRD — SREWRVFSGGPINSG — PGPTEAG — RAKVAKLCNKS 

- 1 TDLGLSPHLTALMAG GQPLGKS — SSTGDTG — FSCSQDSGN — 

YVLSLGPYCFLAVLAVWVDVETQVPQWV I T 1 1 1 WLFFLQCC I HPYVYGYMHKT I KKE I QD 

FLQVCCCVGPS-TPSLDKN — HQVPT i KVHT I SLSENGEEV 

FLQVCCCVGPS-TPSLOKN — HQVPT I KVHT I SLSENGEEV 

FLEVCCCVGPS-TPSLOKN — HQVPT I KVHT I SLSENGEEV 

VTRLECSG M I LAHCN — L R L PGS RD SPASASQ AAGTTGD VP PGR RHQAQ L 1 FVFLV 



RYFTKNCR EH I KHVN — FMMPPWRKGLEC— 

FLQVCCCVGPS-TPNPGEN — HQVPT I K I HT I SLSENGEEV— 



FLQVCCCVGSS-APRPEEN-HQVPT I K I HT I SLGENGEEV— 



LHRTCCC I LRARTPTQDPAPLGDLPT I K I HQLSLSEKGES V- 



LHRTCCC I LRARTPTQDPAPLGDLPT I K I HQLSLSEKGESV— 
-LRAL- 



MLKKFFCKEK — PPKEDSH — POLPGTEGGTEGK I VPSYDSATFP- 



ETGFHHVGQDDLDLLTS 



